• Improved performance was noted with Mixture ID STR markers when log likelihood ratios were compared with CE based calculations.
The U.S. National Institute of Standards and Technology (NIST) has recently participated in an assessment of the Precision ID Globalfiler early access Mixture ID Panel (v1.0), which consists of primers for amplification of over 100 forensically relevant loci in the human genome. Markers included in the panel can be divided into four classes: short tandem repeats (STR) (29 autosomal STRs and 1 Y STR), single nucleotide polymorphisms (SNPs) (42 autosomal [1, 2] and 2 Y chromosome), insertion/deletion polymorphisms (Indels) (Amelogenin and Y Indel rs2032678), and microhaplotype blocks (MH) (36 clusters of 2 to 4 SNPs [3] ). Several challenging sample types were sequenced and analyzed, including: artificially degraded DNA, multiple-contributor mixtures, mixtures of related individuals, and low DNA input samples. Performance characteristics (e.g. allele coverage ratio, interlocus balance, stutter, drop in/out, benefits and challenges of sequencing versus fragment size analysis) of the Mixture ID Panel relative to state-of-the-art capillary electrophoresis (CE) methods will be presented. Additionally, capabilities of the accompanying Converge v2.0 (beta release) analysis software will be discussed. INTRODUCTION: A novel marker type in the forensic setting, microhaplotypes (MH) are blocks of two, three, or four SNPs found in a single stretch of less than 200 bp of DNA. They are found on all human chromosomes, are multi-allelic within and between populations, and are useful for individual identification and ancestry prediction. These markers lack the stutter artifact of STRs, however, they also lack the allelic diversity of STR marker systems. • Microhaplotypes generally predict minimum # of contributors (see Table 5 )
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• Mostly accurate for 2, 3, and 4 component mixtures; occasional artifacts • Higher numbers of contributors and family trios were underestimated • Deconvolved microhaplotype data matches STR ratio estimates (see Table 4 
